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Figure S6 related to Figure 5: Molecular, biological, and metabolic enrichment analysis of gametocyte-specific genes.
A) Molecular Process and Biological Function GO-term enrichment (p-value > 0.005) of the 808 gametocyte-specific
transcribed and stabilized genes identified in 3D7 (log fold change pfsl6/cam > 1, p-value < 0.001) by cluster. B) KEGG
pathway enrichment (p-value > 0.05) of gametocyte-specific transcribed and stabilized genes (log. fold change pfs16/cam

> 1, p-value < 0.001).




